Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.032; wR factor = 0.080; data-to-parameter ratio = 31.6.
Related literature
For general background to and the coordination environment of the title complex, see: Yeap & Teoh (2003) ; Win et al. (2007 Win et al. ( , 2008 Win et al. ( , 2010 . For bond-length data, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data [Sn(C 6 H 5 ) 3 (C 7 Refinement R[F 2 > 2(F 2 )] = 0.032 wR(F 2 ) = 0.080 S = 1.01 18711 reflections 593 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.70 e Å À3 Á min = À0.42 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C1A-C6A phenyl ring. Symmetry code: (i) Àx; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009).
The asymmetric unit contains two independent molecules ( Fig. 1) , A and B. In each molecule, the four-coordinate tin atom (Sn1A/Sn1B) exists in a distorted tetrahedral geometry, formed by a monodentate carboxylate group and three phenyl rings.
The molecular structure is stabilized by intramolecular N1A-H1NA···O3A, N1A-H2NA···O2A, N1B-H1NB···O2B and N1B-H2NB···O3B hydrogen bonds (Table 1) which generate S(6) ring motifs (Fig. 1; Bernstein et al., 1995) . Bond lengths (Allen et al., 1987) and angles are within normal ranges. In molecule A, the phenyl ring (C20A-C25A) of 2-amino-3-nitrobenzoate moiety makes dihedral angles of 42.74 (11), 89.66 (13) and 53.04 (10)° with respect to the three phenyl rings (C1A-C6A, C7A-C12A and C13A-C18A). The corresponding dihedral angles for molecule B are 6.29 (11), 66.55 (11) and 62.33 (10)°.
In the crystal (Fig. 2) , a weak intermolecular C-H···π interaction (Table 1 ) and a π-π stacking interaction between two phenyl rings (C20B-C25B, centroid Cg2), with a Cg2···Cg2 distance of 3.5877 (12) Å are observed. No significant intermolecular hydrogen bond is observed.
The title complex was obtained by heating under reflux a 1:1 molar mixture of triphenyltin(IV) hydroxide (0.73 g, 2 mmol) and 2-amino-3-nitrobenzoic acid (0.36 g, 2 mmol) in methanol (60 mL) for 2 h. A clear yellow transparent solution was separated by filtration and kept in a bottle. After a few days, yellow crystals (0.46 g, 86.0 % yield) were collected (m.p. 
Refinement
H1NA, H2NA, H1NB and H2NB were located in a difference Fourier map and allowed to refined freely. The remaining H atoms were positioned geometrically and refined using a riding model, with C-H = 0.93 Å and U iso (H) = 1.2U eq (C). The highest residual electron density peak is located at 0.60 Å from H22A and the deepest hole is located at 0.64 Å from Sn1A. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Sn1A 0.345584 (12) 0.684458 (9) 0.766833 (10) 0.05415 (4) 0.0468 (9) 0.0504 (9) 0.0501 (9) 0.0154 (7) 0.0118 (7) 0.0248 (8) C14A 0.0505 (10) 0.0541 (10) 0.0772 (13) 0.0215 (8) 0.0154 (9) 0.0254 (10) C15A 0.0438 (10) 0.0728 (14) 0.0842 (15) 0.0154 (9) 0.0140 (10) 0.0349 (12) C16A 0.0641 (12) 0.0563 (11) 0.0506 (10) 0.0022 (9) 0.0057 (9) 0.0186 (9) C17A 0.0783 (13) 0.0508 (10) 0.0428 (9) 0.0154 (9) 0.0208 (9) 0.0146 (8) C18A 0.0562 (10) 0.0573 (10) 0.0477 (9) 0.0210 (8) 0.0223 (8) 0.0218 (8) C19A 0.0594 (11) 0.0462 (9) 0.0598 (11) 0.0153 (8) 0.0062 (9) 0.0180 (9) C20A 0.0550 (10) 0.0380 (8) 0.0481 (9) 0.0116 (7) 0.0031 (7) 0.0108 (7) C21A 0.0586 (11) 0.0516 (10) 0.0673 (12) 0.0148 (9) 0.0143 (9) 0.0194 (9) C22A 0.0671 (13) 0.0625 (12) 0.0832 (15) 0.0159 (10) 0.0289 (12) 0.0286 (12) C23A 0.0665 (13) 0.0533 (11) 0.0653 (12) 0.0091 (9) 0.0128 (10) 0.0258 (10) C24A 0.0552 (10) 0.0432 (9) 0.0487 (9) 0.0119 (8) 0.0001 (8) 0.0139 (7) C25A 0.0501 (9) 0.0426 (8) 0.0443 (8) 0.0091 (7) 0.0030 (7) 0.0121 (7) Sn1B 0.04191 (6) 0.04688 (6) 0.04199 (6) 0.01176 (5) 0.01300 (4) 0.01712 (5) N1B 0.0568 (10) 0.0749 (12) 0.0463 (8) −0.0049 (9) 0.0088 (8) 0.0296 (9) N2B 0.0469 (8) 0.0537 (9) 0.0721 (11) 0.0078 (7) 0.0127 (8) 0.0307 (8) O1B
0.0409 (6) 0.0520 (7) 0.0567 (7) 0.0088 (5) 0.0139 (5) 0.0237 (6) O2B 0.0441 (6) 0.0573 (7) 0.0501 (7) 0.0051 (5) 0.0039 (5) 0.0191 (6) O3B 0.0664 (9) 0.0745 (10) 0.0738 (10) 0.0054 (7) 0.0280 (8) (7) 0.0145 (7) 0.0184 (7) C7B 0.0457 (9) 0.0436 (8) 0.0424 (8) 0.0122 (7) 0.0069 (7) 0.0117 (7) Hydrogen-bond geometry (Å, °) Cg1 is the centroid of the C1A-C6A phenyl ring. 
